Alpha Virus nsp4 alignment 



CliUSTAL W (1.82) multiple sequence alignment 



SFV_nsp4 YIFSSDTGSGHLQQKSVRQHNLQCAQLDAVQEEKMYPPKLDTEREKLLLLKMQM 54 

RRV_nsp4 YIFSSDTGPGHLQQKSVRQHALPCEMLYAHEEERTYPPALDEAREKLLQAKMQM 54 

0NV_nsp4 YIFSSDTGQGHLQQKSVRQTTLPVNIVEEVHEEKCYPPKLDEIKEQLLLKRLQE 54 

SinV_nsp4 LTGVGGYIFSTDTGPGHLQKKSVLQNQLTEPTLERNVLERIHAPVLDTSKEEQLKLRYQM 60 

VEEV_nsp4 YIFSSDTGQGHLQQKSVRQTVLSEWLERTELEISYAPRLDQEKEELLRKKLQL 54 

__****.*******.**** * . * . * * ★ * : * 

SFV_nsp4 HPSEANKSRYQSRKVENMKATWDRLTSGARLYTGADVGRIPTYAVRYPRPVYSPTVIER 114 

RRV_nsp4 APTEANKSRYQSRKVENMKAVI I DRLKDGARTYLAEQSEKI PT YASKYPRPVYS PS VEDS 114 

ONV_nsp4 SASTANRSRYQSRKVENMKATIIHRLKEGCRLYLASETPRVPSYRVTYPAPIYSPSINIK 114 

SinV_nsp4 MPTEANKSRYQSRKVENQKAITTERLLSGLRLYNS-ATDQPECYKITYPKPLYSSSVPAN 119 

VEEV_nsp4 NPTPANRSRYQSRRVENMKAITARRILQGLGHYLK-AEGKVECYRTLHPVPLYSSSVNRA 113 

**.******.***** * . * * . * .**.**.. 

SFV_nsp4 FSSPDVAIAACNEYLSRNYPTVASYQITDEYDAYLDMVDGSDSCLDRATFCPAKLRCYPK 17 4 

RRV_nsp4 LQSPEVAVAACNAFLEANYPTVASYQITDEYDAYLDMVDGSESCLDRATFCPAKLRCYPK 174 

ONV_nsp4 LTNPETAVAVCNEFLARNYPTVASYQVTDEYDAYLDMVDGSESCLDRATFNPSKLRSYPK 174 

SinV_nsp4 YSDPQFAVAVCNNYLHENYPTVASYQITDEYDAYLDMVDGTVACLDTATFCPAKLRSYPK 17 9 

VEEV_nsp4 FSSPKVAVEACNAMLKENFPTVASYCIIPEYDAYLDMVDGASCCLDTASFCPAKLRSFPK 173 

* * . ** * *.****** . ***********. *** *.* + .*** .** 

SFV_nsp4 HHAYHQPTVRSAVPSPFQNTLQNVLAAATKRNCNVTQMRELPTMDSAVFNVECFKRYACS 234 

RRV_nsp4 HHAYHQPQVRSAVPSPFQNTLQNVLAAATKRNCNVTQMRELPTLDSAVFNVECFKKFACN 234 

ONV_nsp4 QHSYHAPTIRSAVPSPFQNTLQNVLAAATKRNCNVTQMRELPTMDSAVFNVECFKKYACN 234 

SinV_nsp4 KHE YRAPN I RS AV P S AMQNT LQN VL I AAT KRN CN VT QMRE L PT LD S AT FN VE C FRKYACN 239 

VEEV_nsp4 KHSYLEPTIRSAVPSAIQNTLQNVLAAATKRNCNVTQMRELPVLDSAAFNVECFKKYACN 233 

. * * * .****** .******** **************** . * * * ******...*+ 

SFV_nsp4 GEYWEEYAKQPIRITTENITTYVTKLKGPKAAALFAKTHNLVPLQEVPMDRFTVDMKRDV 2 94 

RRV_nsp4 GEYWQE FKDDPIRITTENITTYVTRLKGPKAAALFAKTHNLVPLQEVPMDRFWDMKRDV 294 

ONV_nsp4 QEYWREFASSPIRVTTENLTMYVTKLKGPKAAALFAKTHNLLPLQEVPMDRFTMDMKRDV 294 

SinV_nsp4 DE YWE E FARK P I R I TTE FVT AY VARLKG PKAAAL FAKT YN L V P LQE V PMDR FVMDMKRD V 2 99 

VEEV_nsp4 NEYWETFKENPIRLTEENWNYITKLKGPKAAALFAKTHNLNMLQDIPMDRFVMDLKRDV 2 93 

* * * > . ***.* * *...*************.** **..***** .*.**+* 

SFV_nsp4 KVTPGTKHTEERPKVQVIQAAEPLATAYLCGIHRELVRRLNAVLRPNVHTLFDMSAEDFD 354 

RRV_nsp4 KVTPGTKHTEERPKVQVIQAAEPLATAYLCGIHRELVRRLKAVLAPNIHTLFDMSAEDFD 354 

ONV_nsp4 KVTPGTPCHTEERPKVQVIQAAEPLATAYLCGIHRELVRRLNAVLLPNVHTLFDMSAEDFD 354 

SinV_nsp4 KVTPGTKHTEERPKVQVIQAAEPLATAYLCGIHRELVRRLTAVLLPNIHTLFDMSAEDFD 359 

VEEV_nsp4 KVTPGTKHTEERPKVQVIQAADPLATADLCGIHRELVRRLNAVLLPNIHTLFDMSAEDFD 353 

*********************.***** ************ *** **.************ 

SFV_nsp4 AIIASHFHPGDPVLETDIASFDKSQDDSLALTGLMILEDLGVDQYLLDLIEAAFGEISSC 414 

RRV_nsp4 A I IAAHFQPGDAVLETDIASFDKSQDDSLALTALMLLEDLGVDQELLDLIEEAFGEITSV 414 

ONV_nsp4 AIIATHFKPGDAVLETDIASFDKSQDDSLASTAMMLLEDLGVDQPILDLIEAAFGEISSC 414 

SinV_nsp4 AIIAEHFKQGDPVLETDIASFDKSQDDAMALTGLMILEDLGVDQPLLDLIECAFGEISST 419 

VEEV_nsp4 AI IAEHFQPGDCVLETDI AS FDKSEDDAMALTALMI LE DLGV D AEL LT L I E AAFGE I S SI 413 

**** ** : ** ************;**;;* * j*. ******* .* *** *****.* 

SFV_nsp4 HLPTGTRFKFGAMMKSGMFLTLFINTVLNITIASRVLEQRLTDSACAAFIGDDNIVHGVI 474 

RRV_nsp4 HLPTGTRFKFGAMMKSGMFLTLFINTLLNIVIACRVLREKLTNSICAAFIGDDNIVHGVR 474 

ONV_nsp4 HLPTGTRFKFGAMMKSGMFLTLFVNTLLNITIASRVLEERLTTSACAAFIGDDNI IHGW 474 

SinV_nsp4 HLPTGTRFKFGAMMKSGMFLTLFVNTVLNWIASRVLEERLKTSRCAAFIGDDNIIHGW 47 9 

VEEV_nsp4 HLPTKTKFKFGAMMKSGMFLTLFVNTVINIVIASRVLRERLTGSPCAAFIGDDNIVKGVK 473 

* * * * *.****************. **;•*:.**.*** ..*_ * **** + + ****..-*•-* 

SFV_nsp4 SDKLMAERCASWVNMEVKIIDAVMGEKPPYFCGGFIVFDSVTQTACRVSDPLKRLFKLGK 534 

RRV_nsp4 SDPLMAERCASWVNMEVKIIDATMCEKPPYFCGGFILYDNVTGSACRVADPLKRLFKLGK 534 

ONV_nsp4 S DALMAARCATWMNMEVKI I DAWSEKAPYFCGGFILHDTVTGTSCRVADPLKRLFKLGK 534 

SinV_nsp4 SDKEMAERCATWLNMEVKIIDAVIGERPPYFCGGFILQDSVTSTACRVADPLKRLFKLGK 539 

VEEV_nsp4 SDKLMADRCATWLNMEVKIIDAWGEKAPYFCGGFILCDSVTGTACRVADPLKRLFKLGK 533 

** ** ***.*.*********_. * . ^ ******** . *^** ..***.** ir if if ie ^ ie * ** 



SFV_nsp4 
RRV_nsp4 
ONV_nsp4 
SinV__nsp4 
VEEV nsp4 



PLTAEDKQDEDRRRALSDEVSKWFRTGLGAELEVALTSRYEVEGCKSILIAMTTLARDIK 594 
PL PAG DT Q DE DRRRALK DET DRWARVG LKS ELE I AL S S RYE VN GTGN I VRAMAT LAKS LK 594 
PLAAGDEQDEDRRRALADEVTRWQRTGLVTELEKAVYSRYEVQGITAVITSMATFANSKE 594 
PLPADDEQDEDRRRALLDETKAWFRVGITGTLAVAVTTRYEVDNITPVLLALRTFAQSKR 599 
PLAVDDEHDDDRRRALHEESTRWNRVGILPELCKAVESRYETVGTSIIVMAMTTLASSVK 5 93 



#★+*** 



SFV_nsp4 
RRV_nsp4 
0NV_nsp4 
SinV_nsp4 
VEEV nsp4 



AFKKLRG PV I HLYGG PRLVR 614 

N FKKLRG P I VH LYGG PK 611 

NFKKLRG PWTLYGG PK 611 

AFQAI RGE IKHL YGG PK 616 

SFSYLRGAPITLY 606 



